). Plants were uprooted and loosely attached soil was removed from roots by vigorous 75 shaking. Roots and shoots were rinsed with tap water at the collection site to remove soil 76 particles and were transferred to the lab on dry ice. Samples were stored at -80°C within 24 h of 77 collection.
79
Nucleic acid extraction 80 Shoot and root pieces were pulverized in liquid nitrogen using a cryo-mill (6870 Freezer Mill,
81
SPEX SamplePrep, USA). DNA was extracted from 0.5 g pulverized tissue using a modified 82 CTAB method (25). Total RNA was extracted from 100 mg of pulverized tissue using an 83 RNeasy Plant MiniKit (Qiagen, USA), following the manufacturer's instructions. Genomic DNA 84 was removed by DNase1 treatment (Turbo DNase, Ambion, USA), that was followed by column 85 purification of RNA using an RNeasy MinElute Cleanup kit (Qiagen, USA). RNA was 86 quantified using a Nanodrop Spectrophotometer ND-100 (NanoDrop Technologies, Willington, 
PCR conditions for nifH amplification

92
A nested-PCR approach was used to amplify nifH gene fragments, as described previously (28).
93
Two degenerate primers, nifH 3 (5´-ATR TTR TTN GCN GCR TA-3´) and nifH 4 (5´-TTY
94
TAY GGN AAR GGN GG-3´), were used to amplify a ~460 bp region. One microliter of the 95 resultant PCR product was used as template to amplify a ~362 bp region using degenerate nifH amplification products were separated by electrophoresis through 2.0 % agarose gels and 108 visualized with SyBr-Green. Amplified fragments were excised from gels and purified using a Seven OTUs were common to all sample types, while 22 were specific to roots (DNA+ RNA), alphaproteobacteria) were present in 7 to 8 out of 10 plants (Table S2) . (Table S2) . firmicutes were associated only with shoots (OTU-28) (Fig. 1) Fig. 3 ).
214
Discussion
215
We used a culture-independent, nifH sequence-based approach to survey the diversity of 216 potential nitrogen-fixing bacteria associated with switchgrass. To our knowledge, this is the first 217 study of its kind for switchgrass, and as such lays a foundation for future work on the isolation 
5.
Lemus Table 1 ). 
496
OTUs from this study are represented by OTU number and associated protein accession number.
